Bio-informatics Pipeline
Reads were mapped (1) using SMALT to the reference genomes of H. ducreyi strain 35000HP (GenBank accession no. NC_002940), respectively. Whole-genome single nucleotide polymorphisms (SNPs) were identified using SamTools (2) . Gubbins was used to identify recombination blocks (defined by having high SNP density) using the whole-genome SNP data of each sample as previously described (3) . SNPs in these recombination blocks were excluded from phylogenetic analysis because they do not represent the underlying phylogeny of the host (Technical Appendix 1 Figure 2 ; Technical Appendix 2 Table 2, https://wwwnc.cdc.gov/EID/article/24/4/17-1726-Techapp2.xlsx). The remaining chromosomal SNP alleles from each isolate were concatenated to generate a multiple alignment of all SNPs, per isolate. Maximum likelihood phylogenetic trees were estimated from these remaining SNPs using RAxML with a general time reversible site model with gamma correction for among-site variation and with 100 bootstrap replicates (4). De novo genome assemblies were performed as previously described (5) or using SPAdes (6) . Contigs were automatically annotated using inhouse pipelines. Genes of interest were identified and curated by hand in pairwise comparisons with the appropriate reference genome using the Artemis Comparison Tool or Artemis (7). Basic mapping and assembly statistics are listed in re listed in Technical Appendix 2 Table 1 (https://wwwnc.cdc.gov/EID/article/24/4/17-1726-Techapp2.xlsx) , including the in silico simulated reassemblies of the 2 reference sequences to determine the achievable reassembly size from using Illumina 75-bp paired-end reads and the standard assembly protocols used in this study on the simulated reference sequence data.
